Strain TRM 49201
T was grown and observed on media [ISP2, ISP3, ISP4, ISP5, nutrient agar and Czapek's agar plate with 10 % (w/v) NaCl] commonly used for characterization of Streptomyces species (Shirling & Gottlieb, 1966) at 37 8C for 2 weeks. The colours of substrate and aerial mycelia and any soluble pigments produced were determined by comparison with chips from the ISCC-NBS colour charts (Kelly, 1964) . Morphological characteristics of mycelia was examined by light microscopy (Olympus CX21) and scanning electron microscopy (JSM 5600LV; JEOL) of 3-week-old cultures grown on ISP4 medium supplemented with 10 % (w/v) NaCl at 37 8C. Growth was tested at temperatures of 5-55 8C (5, 10, 15, 20, 25, 30, 37, 40, 45, 50 and 55 8C) and at pH 4-10 (4, 5, 6, 7, 8, 9, 10) as described by Xu et al. (2005) on ISP4 medium supplemented with 10 % NaCl. Tolerance to different NaCl concentrations (0, 1, 3, 5, 8, 10, 13, 15, 18, 20, 25 and 30 %, w/v) was tested on ISP4 as the basal medium. Other physiological characteristics of strain TRM 49201
T , including utilization of sole carbon source for energy and growth, were assessed by using the media and methods of Williams et al. (1989) . All the media were supplemented with 10 % (w/v) NaCl.
Colonies were white on some media tested (ISP3, ISP7, nutrient agar and Czapek's agar plate) and the strain produced yellowish white aerial mycelium on ISP2 medium, and colourless substrate mycelium on ISP5 medium. Growth was good on all of the media tested except on ISP5 (weak growth). No diffusible pigment was produced on any of the media tested. A scanning electron micrograph of well-developed aerial mycelium and substrate mycelium is shown in Fig. 1 . The aerial mycelium was chaotic with irregular branches (Fig. 1) . The temperature Evtushenko et al. (1991) , Gu et al. (2007) , Guan et al. (2009 , 2011 ), Labeda et al. (1985 , Labeda & Kroppenstedt (2004 , Wang et al. (2009 ), Lv et al. (2015 , Qin et al. (2008 , 2009 ), Han et al. (2014 and Zhang et al. (2014) and pH for growth were 20-40 8C and pH 7-9, with optimal growth at 37 8C and pH 8. The NaCl concentration for growth was 3-15 %, with optimal growth at 8-13 %. Other physiological characteristics of strain TRM49201 T are given in the genus and species descriptions.
Standard procedures were used to determine the type of amino acid in cell-wall hydrolysates and of cell-wall sugars (Hasegawa et al., 1983) . Menaquinones were extracted according to the method of Collins (1985) and analysed by HPLC (Groth et al., 1997) . Polar lipids were extracted, examined by two-dimensional TLC and identified with 10 % ethanolic molybdophosphoric acid using the procedures of Minnikin et al. (1984) . Cellular fatty acid composition was determined as described by Sasser (1990) using the Microbial Identification System (MIDI Sherlock version 6.0). The DNA G+C content of strain TRM 49201
T was determined by using the HPLC method (Mesbah et al., 1989) .
T contained meso-diaminopimelic acid as the cell-wall diamino acid, and whole-cell hydrolysates contained mainly ribose and xylose. The predominant menaquinones of strain TRM 49201
T were MK-9(H 4 ), MK-9(H 6 ) and MK-10(H 2 ). Major cellular fatty acids were iso-C 16 : 0 (24.03 %), anteiso-C 15 : 0 (17.27 %), anteiso-C 17 : 0 (23.60 %), iso-C 15 : 0 (6.65 %) and iso-C 16 : 1 H (6.23 %). Fatty acids present in smaller amounts (.1 %) were C 16 : 0 (4.59 %), C 18 : 0 (2.56 %), iso-C 17 : 0 (1.68 %) and anteiso-C 17 : 1 v9c (1.11 %). The polar lipid profile comprised phosphatidylglycerol, diphosphatidylglycerol, phosphatidylinositol, phosphatidylinositol mannoside, phosphatidylcholine and four unknown phospholipid (Figs S1-S4, available in the online Supplementary Material). The G+C content of strain TRM 49201 T was Data for reference strains were taken from Evtushenko et al. (1991) , Gu et al. (2007) , Guan et al. (2009 Guan et al. ( , 2011 , Labeda et al. (1985) , Labeda & Kroppenstedt (2004 T from the genera Glycomyces, Stackebrandtia and Haloglycomyces (Tables 1-3 ).
Genomic DNA extraction and PCR amplification of the 16S rRNA gene from strain TRM 49201 T were performed using an established method (Chun & Goodfellow, 1995) . Multiple alignments with sequences from the most closely related members of the family Glycomycetaceae and calculations of sequence similarity were carried out using the EzTaxon-e server (Kim et al., 2012) . Phylogenetic analyses were performed by MEGA version 6 (Tamura et al., 2013) using the neighbour-joining (Saitou & Nei, 1987) , maximum-parsimony (Mount, 2008) and maximum-likelihood (Felsenstein, 1981) algorithms. For the neighbour-joining method, evolutionary distance matrices were calculated using the algorithm of the Kimura two-parameter model (Kimura, 1980) , using SeaView version 4.2 (Gouy et al., 2010) . For maximum-likelihood analysis, the best model (JTT+I + G) was picked via the program ProtTest 3 (Darriba et al., 2011) , and nearest-neighbour interchange was used for tree inference. For maximum-parsimony analysis, the max-mini branch and bound method was used for searching. All phylogenetic trees were evaluated by the boot strap resampling method of Felsenstein (1985) with 1000 replications. As the topologies of these trees were similar (Figs S5 and S6) , only the neighbour-joining tree is shown (Fig. 2) .
Phylogenetic analysis demonstrated clearly that strain TRM 49201 T belongs to the family Glycomycetaceae (Stackebrandt et al., 1997) and is very well separated from the type strains of all species of the genera Glycomyces, Stackebrandtia and Haloglycomyces, which represent the nearest phylogenetic neighbours. The 16S rRNA gene sequence of strain TRM 49201 T showed 94.42 % similarity to that of H. albus YIM 92370 T (GenBank accession no. EU660053) and 90.16-92.85 % to other strains of the family Glycomycetaceae. Although strain TRM 49201 T was closely related to the single recognized species of the genus Haloglycomyces on the basis of 16S rRNA gene sequence similarity, it was not included in the clades comprising the genera Glycomyces, Stackebrandtia or Haloglycomyces (Fig. 2) . Therefore, phylogenetically, strain TRM 49201 T should be recognized as representing a distinct genus in the family Glycomycetaceae.
In conclusion, strain 49201 T exhibited chemotaxonomic differences from members of genera of the family Glycomycetaceae: it contained phosphatidylcholine, phosphatidylinositol Evtushenko et al. (1991) , Gu et al. (2007) , Guan et al. (2009 Guan et al. ( , 2011 , Labeda et al. (1985) , Labeda & Kroppenstedt (2004 , Wang et al. (2009 ), Lv et al. (2015 , Qin et al. (2008 Qin et al. ( , 2009 , Han et al. (2014) and Zhang et al. (2014) . DPG, diphosphatidylglycerol; PG, phosphatidylglycerol; PC, phosphatidylcholine; PE, phosphatidylethanolamine; PI, phosphatidylinositol; PIM, phosphatidylinositol mannoside; DAP, diaminopimelic acid; PL, phospholipid; PME, phosphatidyl methyl ethanolamine. mannoside and phosphatidylinositol as diagnostic phospholipids (Table 3) ; it had MK-9(H 4 ), MK-9(H 6 ) and MK-10(H 2 ) as the predominant menaquinones (Table 1) , whereas H. albus YIM 92370 T did not contain MK-9(H6); and it had iso-C 16 : 0 (24.03 %), anteiso-C 15 : 0 (17.27 %) and anteiso-C 17 : 0 (23.60 %) as major cellular fatty acids, with iso-C 15 : 0 (6.65 %), iso-C 16 : 1 (6.23 %), iso-C 16 : 0 (4.59 %), anteiso-C 17 : 1 v9c (1.11 %), iso-C 17 : 0 (1.68 %) and iso-C 18 : 0 (2.56) as minor components. It showed additional differences from H. albus YIM 92370
Strain
T and from members of the genus Glycomyces (Table 2 ). The G+C content of strain TRM 49201 T was 70 mol%, which is distinctly different from the members of Haloglycomyces, the nearest neighbouring genus. Moreover, strain 49201
T differed from members of genera of the family Glycomycetaceae in some morphological properties: scanning electron microscopic observations of strain TRM 49201
T showed the aerial mycelium was chaotic with irregular branches, and spherical sporangia containing several spherical spores developed at mycelial aggregations. These characteristics indicated that strain TRM 49201 T should be classified as a member of a species of a new genus, for which the name Paraglycomyces xinjiangensis gen. nov., sp. nov. is proposed.
Description of Paraglycomyces gen. nov.
Paraglycomyces (Pa.ra.gly.co.my9ces. Gr. prep. para resembling; N.L. masc. n. Glycomyces a bacterial genus; N.L. masc. n. Paraglycomyces resembling the genus Glycomyces).
Aerobic, Gram-stain-positive. The aerial mycelium is chaotic with irregular branches; spherical sporangia containing several spherical spores develop at mycelial aggregations. Contains meso-diaminopimelic acid as the diamino acid. The wholecell sugars consist of ribose and xylose. The predominant menaquinones are MK-9(H 4 ), MK-9(H 6 ) and MK-10(H 2 ).
Glycomyces rutgersensis NRRLB-16106 T (AJ293748)
Glycomyces lechevalierae NRRL B-16149 T (AY462041)
Glycomyces algeriensis NRRL B-16327 T (AY462044)

Glycomyces endophyticus YIM 56134 T (EU200681)
Glycomyces harbinensis Major cellular fatty acids are iso-C 16 : 0 , anteiso-C 15 : 0 , anteiso-C 17 : 0 , iso-C 15 : 0 and iso-C 16 : 1 H. The polar lipids comprise phosphatidylglycerol, diphosphatidylglycerol, phosphatidylinositol mannoside, phosphatidylinositol, phosphatidylcholine and four unknown phospholipids. Phylogenetically, the genus is a member of the family Glycomycetaceae. The type species is Glycomysporangium xinjiangensis.
Description of Paraglycomyces xinjiangensis sp. nov.
Paraglycomyces xinjiangensis (xin.jiang.en9sis. N.L. masc. adj. xinjiangensis referring to Xinjiang, a region of China, where the type strain was isolated).
Morphological, chemotaxonomic and general characteristics are as given above for the genus. Growth was good on all of the media tested except on ISP5 (weak growth). Forms white or yellowish white aerial mycelium and colourless substrate mycelium on most of the media tested. No diffusible pigment is produced. Temperature and pH ranges for growth are 20-40 uC and pH 7-9, with optima at 37 uC and pH 8. Growth occurs in the presence of 3-15 % NaCl, but not below 3 % NaCl; the optimal concentration range is 8-13 % NaCl. Utilizes lactose, D-fructose, sorbitol, maltose, arabinose, inositol, galactose, mannitol, ribose, glucose and raffinose as sole carbon sources, but not xylose or L-rhamnose. Positive for starch hydrolysis, milk coagulation and peptonization, nitrate reduction, catalase production, urease, gelatin liquefaction and oxidase reaction, but negative for urease, cellulose hydrolysis, production of melanin and H 2 S reduction.
The type strain, TRM 49201 T (5NRRL B-24926 T 5CCTCC AA 2013002 T 5KACC 17683 T ), was isolated from a salt soil sample from a hypersaline habitat in Xinjiang Province, north-west China. The DNA G+C content of strain TRM 49201
T is 70 mol%.
